ABSTRACT We report here the full coding region sequences for all 11 segments of the first equine-like G3P [8] rotavirus strain detected in the United States, strain RVA/ Human-wt/USA/3000390639/2015/G3P [8] . The full genotype constellation of this strain is G3-P[8]-I2-R2-C2-M2-A2-N2-T2-E2-H2.
equine-like G3P [8] strains, and the E2 NSP4 gene is identical to that of a strain detected in Spain (6, 8) . Among the described equine-like G3P [8] rotavirus strains, RVA/Humanwt/USA/3000390639/2015/G3P [8] exhibits the lowest degree of genetic identity with strains from Brazil and Thailand (5, 10) . Newly emerging equine-like G3P [8] strains are believed to have derived from multiple reassortment events between rotavirus strains of human and animal origin (7, 8) . Sequencing of all RVA G3 strains may be necessary to identify the prevalence of equine-like G3P [8] strains globally. This is the first report of an equine-like G3P [8] 
